Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.001 Å; R factor = 0.045; wR factor = 0.136; data-to-parameter ratio = 27.3.
Related literature
For general background to and applications of the title quinoxaline compound, see: Darabi et al. (2008) . For the synthesis, see: Ajaikumar & Pandurangan (2009) ; Darabi et al. (2009) . For related quinoxaline structures, see: Ghalib et al. (2010) ; Wozniak et al. (1993) . For graph-set descriptions of hydrogen-bond ring motifs, see: Bernstein et al. (1995) . For the stability of the temperature controller used for the data collection, see: Cosier & Glazer (1986) .
Experimental
Crystal data C 10 H 9 N 3 O 2 M r = 203.20 Monoclinic, P2 1 =c a = 7.1125 (7) Å b = 22.490 (2) Å c = 12.9596 (10) Å = 115.026 (4) V = 1878.4 (3) Å 3 Z = 8 Mo K radiation = 0.10 mm À1 T = 100 K 0.26 Â 0.21 Â 0.10 mm
Data collection
Bruker APEXII DUO CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2009 ) T min = 0.973, T max = 0.990 52279 measured reflections 7510 independent reflections 5559 reflections with I > 2(I) R int = 0.043 Refinement R[F 2 > 2(F 2 )] = 0.045 wR(F 2 ) = 0.136 S = 1.03 7510 reflections 275 parameters H-atom parameters constrained Á max = 0.55 e Å À3 Á min = À0.20 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 In each molecule, the quinoxaline ring system (C1-C8/N1/N2) is essentially planar, with maximum deviations of -0.006
(1) and -0.017 (1) Å, respectively, for atoms C1A of molecule A and C3B of molecule B. There are slight inclinations between the quinoxaline ring systems and nitro groups, as indicated by the dihedral angles formed of 10.94 (3) and 6.31 (13)°, respectively, for molecules A and B. The bond lengths and angles are comparable to those observed in the reported quinoxaline structures (Ghalib et al., 2010; Wozniak et al., 1993) .
The interesting feature of the crystal packing ( Fig. 3) is that no intermolecular hydrogen bond is observed between the two independent molecules and they are packed in different manners. Adjacent molecules A are linked by intermolecular C3A-H3A···N2A and C10A-H10A···O2A hydrogen bonds (Table 1) into ladder-like chains incorporating R 2 2 (13) ring motifs (Bernstein et al., 1995) whereas intermolecular C9B-H9D···O1B hydrogen bonds (Table 1) 
link adjacent molecules
B into zig-zag shaped chains. Both chains are running along the [001] direction. Further consolidation of the crystal packing is provided by weak Cg1···Cg2 and Cg1···Cg3 interactions [Cg1···Cg2 = 3.5895 (7) Å, symmetry code: x, y, z; Cg1···Cg2 = 3.6324 (7) Å, symmetry code: x-1, y, z; Cg1···Cg3 = 3.6228 (7) Å, symmetry code: x, y, z; Cg1 and Cg2 are the centroids of the C2A-C7A and C2B-C7B benzene rings, respectively; Cg3 is the centroid of the C1B/N1B/C2B/C7B/N2B/C8B
pyrazine ring].
Experimental
The title compound was synthesized as reported in the literatures (Darabi et al., 2009; Ajaikumar & Pandurangan, 2009) . A mixture of 4-nitro-o-phenylenediamine (1.5310 g) and butanedione (0.8775 g) in molar ratio 1:1 were refluxed in distilled water for 1 h. The reaction mixture was dried on rota vapor at low pressure and then recrystallized with a 1:1 mixture of alcohol-chloroform to afford brownish crystals of the title compound (1.76 g, M.p. 406 K).
supplementary materials sup-2 Refinement All H atoms were placed in their calculated positions, with C-H = 0.93 or 0.96 Å, and refined using a riding model, with U iso = 1.2 or 1.5 U eq (C). The rotating group model is applied to the methyl groups. 
Special details
Experimental. The crystal was placed in the cold stream of an Oxford Cryosystems Cobra open-flow nitrogen cryostat (Cosier & Glazer, 1986) operating at 100.0 (1)K.
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (8) N2B-C8B-C9B 117.94 (9) C1A-C8A-C9A 120.12 (8) C1B-C8B-C9B 120.34 (9) C8A-C9A-H9A 109.5 C8B-C9B-H9D 109.5 C8A-C9A-H9B 109.5 C8B-C9B-H9E 109.5 H9A-C9A-H9B 109.5 H9D-C9B-H9E 109.5 C8A-C9A-H9C 109.5 C8B-C9B-H9F 109.5 H9A-C9A-H9C 109.5 H9D-C9B-H9F 109.5 H9B-C9A-H9C 109.5 H9E-C9B-H9F 109.5 C1A-C10A-H10A 109.5 C1B-C10B-H10D 109.5 C1A-C10A-H10B 109.5 C1B-C10B-H10E 109.5 H10A-C10A-H10B 109.5 H10D-C10B-H10E 109.5 C1A-C10A-H10C 109.5 C1B-C10B-H10F 109.5 H10A-C10A-H10C 109.5 H10D-C10B-H10F 109.5
Hydrogen-bond geometry (Å, °) 
